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Abstract

Context: The cancer epidemic is getting worse every day. Breast cancer is one of the
leading causes of mortality worldwide, including in Pakistan. This condition is
progressing due to a number of variables. According to recent investigations, INcRNAs
play a major role in cancer development.

Evidence Acquisition: The post-surgical breast tissue samples were acquired by
contacting different hospitals. The analysis of INCRNA expression profiles of publicly
available breast cancer datasets will be done using overlapping Bioinformatics tools. To
support the suggested mechanisms of IncRNA regulation in breast cancer, the
experimental data will be compared.

Results: Almost 1900 IncRNA gene annotated in human genome so far (Gencode 41),
which is almost equal to the number of genes that code for proteins. The effective
characterization of IncRNAs remains a significant challenge in molecular biology,
prompting numerous high-throughput initiatives and is a critical scientific priority. The
great clinical potential that these molecules hold has sparked IncRNA research, which
has been founded on the characterization of their expression and functional mechanisms.

Conclusion: This review depicted IncRNA role in breast cancer. Protein-coding genes
and IncRNA are related to the development of breast cancer.

Keywords: LncRNAs, Breast Cancer, gene expression, cancer biology, functional
mechanism, molecular biology.

1. Context countries and is the second leading cause of cancer-

related deaths among women in the United States [1].

ccording to data from the World Health However, the differences in mortality rates are less
Organization (WHO), breast cancer is the pronounced. Breast cancer is a highly dynamic

most common malignancy among women globally. disease, influenced by both environmental and
It ranks as a leading cause of mortality in low-income genetic factors. It exhibits considerable variation at
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both genomic and clinical levels. Each subtype
displays distinct biological traits, pathological
abnormalities, and clinical outcomes, all of which
affect treatment strategies. Molecular and
environmental data, along with structural markers,
are essential for classifying breast carcinomas into
subtypes. Historically, breast cancers were
categorized based on distinct molecular signatures,
including Progesterone Receptor (PR), Estrogen
Receptor (ER), and Human Epidermal Growth
Factor Receptor 2 (HER2), using conventional
immunohistochemistry assays [2].

Cancer is a disease that arises when the normal cell
growth cycle is disturbed, resulting in the formation
of an aberrant and abnormal mass of cells [3].
Metastasis is the process by which the aberrant mass
of cells spreads to other areas of the body via the
bloodstream, departing from the initial site of
development. Cancer stem cells are significant in
controlling the abnormal cell masses and their
subsequent metastases to other bodily areas [4]. In
Pakistan, nearly 100,000 new cases of breast cancer
are diagnosed each year, making it the most common
type of cancer in the country. It accounts for 40,000
to 45000 annual fatalities according to a 2024 report.
These figures suggest that approximately 38.5% of
all cancer-related fatalities in Pakistan were caused
by breast cancer [5]. The majority of women in
Pakistan, a developing nation, have very limited
access to health care services due to illiteracy,
inadequate healthcare facilities, and gender-based
disparities. Based on certain immuno-markers found
on their cell surface, breast cancer is classified into
four kinds. In reality, these markers are receptors,
and the classification depends on their presence or
absence.

Transcriptional profiling of a wide range of tumors
has led to further classification, revealing five main
genetic subtypes. Breast carcinomas typically
originate from luminal or basal cells within the ductal
or lobular units of the mammary glands [6]. These
malignancy subtypes represent unique biological
entities associated with specific cell types, with their
gene expression profiles reflecting the biological
complexity of the disease. Classifying patients based
on these molecular subtypes results in varied medical
outcomes and responses to therapy. Luminal tumors,
which are predominantly ER-positive, exhibit slower
growth but have a higher risk of relapse. These
tumors are treated with a combination of
chemotherapy and endocrine therapy to reduce
hormonal receptor upregulation. The HER2-positive
subtype is characterized by the overexpression of the
HER2 gene and an unfavorable prognosis [7].
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Treatment for this subtype typically includes
chemotherapy along with targeted therapies aimed at
HER2. The basal-like subtype, commonly found in
triple-negative breast cancers, is one of the most
invasive variants and has the worst prognosis for
patients. However, when detected at early stages, it
can be treated in approximately 80% of cases [8].

Among all mammalian species, the breasts are very
distinct mammary glands. It is mostly made up of
ducts and lobules. Milk is produced by lobules and
drained to the nipple areola for milk ejection via
lactiferous ducts. The anatomy of the breast also
includes a network of lymph nodes, blood vessels,
lymph vessels, and nerves. Anatomically, the breast
consists of two major components: the stromal and
the glandular sections [9]. The stromal section
essentially consists of the tissues, such as muscles,
lipids, and fascia that support the breast's function,
while the glandular regions aid in the production of
milk. Breast cancer begins as a tumor, mass of cells,
which becomes malignant when it gains the ability to
spread to other areas of the body. EMT plays a
critical role in metastasis [10]. The epithelial to
mesenchymal lays the foundation for cell to break off
from one another and travel to various physically
areas. Tumor stem cell extravasation is made
possible by the circulatory and lymphatic systems.
The combination of genetic and epigenetic
adjustments, in combination with aberrant
interlinking in the microenvironment that transforms
breast epithelial cells, constitute the basis for
metastatic breast cancer. Researchers to cancer cells
that exhibit stem cell-like characteristics have
attributed the origin, creation, and recurrence of
breast cancer [11-12]. While most sequences are
transcribed under specific conditions, it has been
discovered that only a small fraction of these
transcripts actually produces proteins [13]. The
predominant transcript group, long non-coding
RNAs (IncRNAs), has emerged as a key regulator of
gene expression. Increasing evidence suggests that
the deregulation of IncRNA loci can disrupt the
normal transcriptional landscape, leading to
abnormal gene activity and, ultimately, cancer. A
comprehensive characterization of these newly
discovered RNA molecules could offer valuable
insights into novel treatment approaches and
therapeutic ~ strategies  [14]. The  unique
characteristics of IncRNAs, including their gene
expression patterns and multifunctional tertiary
structures, make them promising as diagnostic
biomarkers and potential targets for pharmacological
interventions [15].

Several criteria are taken into consideration when
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diagnosing breast cancer. To check for the presence
of any lumps, the breasts are first physically
palpated. Ultrasound and mammography provide
images of the size and location of lumps. In order to
accurately determine the stage and grade of the
tumor, a biopsy is finally obtained, stained, and
examined under a microscope [16]. RNAs without
coding potential are known as long noncoding
RNAs, or LncRNAs. They do not convert into
molecules of proteins. They play a role in
posttranscriptional control, transcription, translation,
and other activities. They serve as activators to aid in
the folding of proteins [17]. Additionally, INCRNA is
essential for cell invasion, proliferation, apoptosis,
and metastasis. Numerous biological and
pathological processes are regulated by INCRNAs. By
altering specific signaling pathways, both the
upregulation and downregulation of IncRNAs are
significantly implicated in tumor development. If not
diagnosed and treated early, tumors can metastasize
to other organs [18]. One of the numerous risk factors
for breast cancer is a mutation in the BRCAL or
BRCAZ2 gene [19]. Compared to men, breast cancer
is more common in women and is linked to a high

Nucleus
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b)Transcriptional regulator

d) LncRNA-spiceosome assembly
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death rate. This is more common in western nations.
LncRNAs influence both the initiation and
suppression of BC. LncRNA can act as either
promoters and inhibitors of breast cancer invasion
and metastasis [20].

2. Evidence Acquisition
LncRNAs roles in the nucleus

Since a significant portion of IncRNAs are
expressed nearly exclusively in the nucleus, they
have roles in nuclear activities including organizing
functionally different nuclear domains or controlling
RNA transcription and splicing. Various processes
affect the nuclear localization of IncRNAs.
Depending on whether they affect local genes or
long-distance domains, INcRNAs can be classified as
either cis- or trans-acting. This is because their
nuclear functions usually align with the regulation of
gene expression. Since the precise nucleotide pattern
of INcRNAs may or may not determine their
function, their action can also be classified as either
sequence-dependent or independent [21].

Pre-mRNA

f) Protein stability and degradation regulator

Figure 1. Schematic representation of IncRNA mechanism in nucleus [22]

LncRNAs as Chromatin Status Regulators

Regulation of chromatin state is a recurring theme
in nuclear functions. Long non-coding RNAs
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(IncRNAs) have been shown to exert multiple effects
on chromatin structure. In cis-acting mechanisms,
INcRNAs modulate chromatin at their site of
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transcription, influencing the expression of nearby
protein-coding genes, as shown by sequencing data

[23].
HOTAIR

HOX transcript antisense intergenic RNA
(HOTAIR), an well-known instance of a nuclear
IncRNA that acts both as a scaffold and a biological
guide, is one of the most notable INcRNAs related to
cancer [24]. The conserved protein-coding genes
known as HOX genes are arranged in several genome
clusters and are involved in the regulation of proper
body patterning. HOX genes are often overexpressed
in cancer and are strictly controlled during
development [25]. IncRNA The 2.1 kb conserved
transcript known as HOTAIR is continuously
polyadenylated and translated [26]. It is composed of
six exons and originates from the HOXC region on
chromosome twelve. First, it has been proposed that
the distal HOXD cluster corresponds to where
HOTAIR modulates Tran's chromatin. In fact, the
locus is de-repressed and the repressive histone
modification H3K27me3 is decreased when
HOTAIR is knocked down by siRNAs [27]. In many
cancer types, this IncRNA is commonly observed to
be dysregulated [mainly over-expressed]. According
to reports, HOTAIR abnormally targets genomic
areas other than the HOXD cluster in relation to
breast cancer, causing chromatin dysregulation and
encouraging the spread of breast tumors [28].

Functions like Enhancers

Enhancers are areas of open chromatin that serve as
a medium for various transcriptional binding sites
and work differently depending on the type of cell to
increase the expression of target genes [29].
Enhancers work by cis-acting on neighboring genes,
which can even be located several kb away because
long-range chromatin connections are formed.
Enhancers that are actively transcribed also produce
noncoding transcripts, which can be longer and
processed more frequently or short and quickly
broken down (eRNAs). Through a variety of
methods, these non-coding RNAs may contribute to
an enhanced function [30]. Here, we outline the
documented enhancer-like actions of two INcCRNAs
implicated in breast cancer.

A-ROD

In certain cases, enhanced regulatory functions may
be directly influenced by the processed [mature]
forms of long non-coding RNAs (IncRNAs), rather
than by their original unprocessed transcripts.
Dickkopf-1 (DKK1) acts as a negative regulator of

Archives of Advances
in Biosciences

the Wt signaling pathway and is modulated by the
IncRNA A-ROD [31]. A-ROD is a non-coding
transcript derived from an enhancer locus located
approximately 130 kb upstream of the DKK1 locus
[32]. These two loci have been found to be co-
expressed and physically linked through chromatin
looping in both patient samples and breast cancer cell
lines (e.g., MCF-7). Interestingly, small interfering
RNAs (siRNAs) targeting the mature A-ROD
transcript significantly reduced DKK1 expression
and increased RNA polymerase Il pausing at the
DKK1 transcription start site [33]. In contrast,
antisense oligonucleotides (ASOs) directed at the
nascent A-ROD transcript had no effect on DKK1
mRNA levels. This suggests that A-ROD is not
involved in establishing chromatin looping, unlike
IncRNAs such as CCAT1-L [34].

Instead, the mature A-ROD transcript recruits the
transcriptional activator EBP4, which enhances
DKK1 expression, with the pre-existing chromatin
configuration maintaining close spatial proximity
between the A-ROD and DKK1 loci. Experimental
data on splicing inhibition and transcriptional
termination further support the conclusion that the
mature A-ROD transcript mediates its enhancer-like
function [33]. The weak chromatin association of the
mature IncRNA, combined with its transcription
from regions involved in chromatin looping,
suggests that it functions as a modulator of gene
expression. This is further supported by
bioinformatics studies showing a correlation
between enhancer activity and the transcription and
splicing of the IncRNAs they encode.

CCATI-L

The long isoform of the IncRNA gene colon-
cancer-associated transcript 1 (CCAT1-L) was
named for its elevated expression in colorectal
cancer (CRC) tissue. The 5.2 kb CCAT1-L RNA is
associated with chromatin and is transcribed from a
site exhibiting increased enrichment. It is located on
chromosome 8g24, approximately 500 kb upstream
of the MYC locus [35-36]. Three-dimensional
chromosome conformation capture data have
revealed molecular connectivity between MY C-515,
MYC-335, and the MYC promoter. Notably, MYC
expression and the frequency of interactions among
MYC, MYC-335, and MYC-515 decrease when
CCAT1-L is downregulated by antisense
oligonucleotides (ASOs) [37]. These findings
underscore the essential role of the CCATI1-L
transcript in modulating enhancer activity beyond
the intrinsic DNA features at the transcriptional
locus. The proposed model suggests that CCAT1-L
acts in cis, facilitating long-range chromatin
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interactions that bring the MY C locus into proximity
with its enhancers through direct interaction with the
CCCTC-binding factor (CTCF) [38]. Given the
broad oncogenic influence of MYC, it is not
surprising that CCAT1-L is  frequently
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overexpressed in various cancer types. Regardless of
receptor status, CCAT1-L expression serves as a
promising prognostic biomarker in breast cancer
[39], correlating with reduced overall and
progression-free survival [40-41].

Table 1. Key Long Non-Coding RNAs [IncRNAs] Mechanism of Action, Biological Role and Associated Diseases [42-

IncRNA Mechanism of Action

XIST X chromosome inactivation by coating
and silencing one X chromosome in
females

HOTAIR | Scaffold for PRC2  (Polycomb
Repressive Complex 2) and LSD1 to
modify chromatin

MALAT1 @ Binds splicing factors and regulates
alternative splicing

NEAT1 Forms nuclear paraspeckles to
sequester proteins and RNAs

ANRIL Recruits PRC1/PRC2 to silence tumor
suppressor genes (e.g., CDKN2A/B)

TUG1 Interacts with PRC2 and regulates gene
expression

GAS5 Acts as a decoy for glucocorticoid
receptor (GR), inhibiting its activity

LINC- Binds to PRC2 and suppresses

PINT oncogenic transcription

PVT1 Sponges miRNAs (e.g., miR-200 family)
and stabilizes MYC oncogene

H19 Acts as a miRNA sponge (e.g., for let-7)
and regulates imprinting

Control of Splicing

It has recently been demonstrated that INCRNAs
utilize an additional way of controlling gene
expression by modulating gene splicing. Several
isoforms that are regulated differently in physiology
and disease can be influenced by the use of
alternative splice sites [44]. Splicing is a crucial stage
of mRNA maturation that makes it possible to
separate introns from transcripts [45]. Under hypoxia

AAB, 2025; 16:E48811

43].
Biological Role
Dosage compensation,

epigenetic regulation

Epigenetic  silencing  of
tumor suppressor genes

mRNA processing, cell cycle
regulation

Stress
defense,
organization

response,  viral
nuclear

Cell proliferation,
senescence regulation

Retinal development, cell
growth control

Apoptosis, growth
suppression
Tumor suppression, cell

cycle arrest

Cell proliferation, apoptosis
resistance

Embryonic  development,
growth control

Associated Diseases

X-linked disorders, cancers

Breast cancer, other
malignancies

Metastasis, lung
neurodegeneration

cancer,

Neurodegenerative
diseases, cancers

Cardiovascular disease,

cancer

Diabetic
cancers

retinopathy,

Breast cancer, autoimmune
diseases

Glioblastoma, other cancers

Multiple cancers

Beckwith-Wiedemann
syndrome, cancers

and DNA damage, c-JUN and other survival genes
produce the IncRNA linked to SART3 control of
splicing (LASTR), a stress-related symptom [46].
This portrayal is remarkable. Because c-JUN is often
overexpressed in epithelium malignancies, The
Cancer Genome Atlas TCGA showed that LASTR
was significantly expressed across the majority of
breast cancer subtypes. According to RNA pulldown
studies followed by mass spectrometry, this 714 nt
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IncRNA, which is made up of two exons produced
primarily in the nucleus, interacts with SART3, a
splicing protein that aids in the formation of the
U4/U6 ribonucleic complex [47]. ASO-based
knockdown experiments suggest that LASTR has a
beneficial impact on splicing regulation worldwide.
By inhibiting spliceosome subunit recycling and
reducing SART3 disassembly from the U4 snRNA,
this enhances intron continuation, exon skipping, and
non-sense-mediated MRNA breakdown [48]. Under
stress, normal mammary epithelial cells produce
LASTR in response to hypoxia, which helps SART3
dissociate from the U4/U6 snRNP and preserves cell
function [49]. By avoiding splicing errors, the
foundation overexpression of LASTR also aids in the
fitness of cancer cells [50]. Surprisingly, LASTR
inhibition can slow the growth of cancers in animal
xenografts and increase the radiation sensitivity of
the triple-negative breast cancer cell line MDA-MB-
231, indicating that this IncRNA may be a viable
target for immunotherapy [51]. This study
demonstrates that a single InNcRNAs dynamic control
can have a major impact on fundamental biological
cellular functions and how cancer cells might profit
from these straightforward but successful strategies.

Nuclear Architecture Organization

Some IncRNAs that are considerably expressed in
the nucleus may coordinate the activity and structure
of completely distinct nuclear compartment [52].
These IncRNAs appear in different compartments
after being transcriptionally induced from proximal
loci. The formation of paraspeckles, a dynamic
compartment in charge of transcription and RNA
processing, depends on the localized protein NEAT1
[63]. NEAT1 has been associated with actively
transcribed genes. NEAT1's sequence contains
multiple protein-interacting domains that enable it to
accurately target proteins within this compartment.
NEAT1 communication [54], which is aberrant in
numerous cancer types, can be detected in the
peripheral blood of individuals with breast cancer.
Increased NEATL1 expression correlates with poor
prognosis and reduced overall survival. The
expression of NEATL, which regulates genes
involved in invasion, metastasis, and
chemoresistance, is influenced by various
tumorigenic transcription factors, including NFkB
and STATS3. Nuclear speckles, sub-nuclear regions
where  spliceosome  components  aggregate,
encompass the conserved IncRNA MALAT1 [55].
MALAT1 aids in pre-mRNA splicing, according to
this present paradigm. The concept states that
MALAT1 knockdown modifies the structure and
activity of nuclear speckles without altering cell
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proliferation [56]. The reduction in phosphorylation
levels of serine/arginine-rich proteins, which are
critical splicing components, may account for the
impact of MALAT1 silencing on splicing. MALAT1
overexpression is often linked to metastasis,
unfavorable prognosis, and challenges in radiation
and chemotherapy across various human
malignancies, including breast cancer. Tandem
duplications of the MALAT1 gene have been
documented.  Nevertheless, MALAT1 inhibits
primary growths in breasts and breast cancer cells.
Based to this work, MALATL inhibits the expression
of pro-metastatic target genes and communicates
between it and the YAP co-activator by
communicating with TEAD. When interpreting a
complicated and frequently employed IncRNA such
as MALATL, these distinct points of view may
coexist instead of be mutually exclusive [57].

LncRNAS' roles in the cytoplasm

A significant amount of IncRNAs is capable of
carrying out their intended roles in the cytoplasm
after having been released from the nucleus. Many
IncRNAs are long, A/U-rich transcripts with few
exons that depend on the NXF1 factor for export, per
a relatively recent study [58]. Once there, INCRNAS
can attach to proteins or nucleic acids or be separated
into different organelles like exosomes or
mitochondria. Another example is the nuclear-
encoded IncRNA SAMMSON, which has been re-
located into mitochondria and produced in
melanoma cells. It performs an important role in
controlling mitochondrial metabolism by connecting
to p32. As with several IncRNA cytosolic functions,
the sorting among various cellular compartments is
still unclear However, it is widely acknowledged that
it depends on the way IncRNAs interact with other
RNA species and/or RNA-binding proteins (RBPs)
[69]. The crucial stoichiometric ratio between
IncRNA and its target molecule is the most important
indicator of IncRNA/target interaction hat could be
potentially an RNA or protein molecule. In reality,
cis-acting IncRNAs only require a few copies for
significant effects on a single target gene in the
neighborhood [60]. Like other cytoplasmic
IncRNAS, trans-acting IncRNAs must first undergo a
thorough copy number analysis of both the target and
the IncRNA to determine the plausibility of the
suggested biological mechanism [61]. This has a
special impact on IncRNAs that act as competitive
endogenous RNAs [ceRNAs] [16, 62]. IncRNA
expression may be restricted to specific cell types,
such as rare stem cells, or associated with particular
tissues, distinguishing between normal and
malignant forms [63]. Consequently, instead of
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employing a bulk population that may encompass
various cell types, a comprehensive stoichiometric
assessment accounting for sample purity should be
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utilized to elucidate the biological effects mediated
by the IncCRNA.
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Figure 2: Genomic activity and molecular functions of IncRNA [25]

LncRNAs Functioning as Sponges for miRNA

The competitive endogenous RNA (ceRNA)
responsible for hESC self-renewal was first
identified as LncRNA-regulator of reprogramming,
or Linc-ROR. Subsequent to an elevation in hESC,
linc-ROR levels diminish during differentiation [64].
The Linc-ROR sequence's microRNA responsive
elements (MRESs) had to match miR-145 in order for
the ceRNA activity to occur [65-66]. A study
utilizing the normal breast epithelial cell line
MCF10A offered early insights, identifying Linc-
ROR as a competing endogenous RNA (ceRNA) that
can elevate ZEB2 levels, a transcription factor that
promotes epithelial-mesenchymal transition (EMT)
and is a recognized target of miR-205, and sponge
miR-205 [67]. In addition to explaining the impact of
Linc-ROR  development on cell movement,
development, and the development of specific
characteristics, such as the increased
CD44high/CD24low population and the capacity to
form no adherent spheroids (mammosphere), this
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procedure also explains the rise in mesenchymal
marker expression [68]. A recent study on MCF7
cells revealed that Linc-ROR functions as a
competing endogenous RNA for miR-194-3,
enhancing MECP2 levels, which promotes invasion,
proliferation, and resistance to rapamycin in breast
cancer cells. For lign-ROR, a further mechanism
promoting the formation of ER+ tumors in breasts
that are resilient to tamoxifen and not dependent on
estrogen was also described. The proposed
mechanism states that MAPK/ERK signaling
becomes active as a result of direct suppression of the
phosphatase DUSP7 [69]. This causes the estrogen
receptor to become phosphorylated in which
promotes the proliferation of breast cancer cells and
improves their resistance to hormonal therapy.

H19

The written record from the H19 locus was amongst
the earliest IncRNAs to be discovered. The IGF2
locus is epigenetically silenced by a repetitive
imprinted locus on human chromosome 11 that
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encodes a cytosolic transcript measuring 2.3 kb in
length [70]. Furthermore, H19 has been identified as
a precursor for miR-675 in mouse embryonic and
extra-embryonic cell lines. It may regulate IGF2
abundance on two levels by imprinting the gene
locus and blocking the IGF1R receptor with miR-675
[71], thereby affecting placental development [72].
Increased tumor growth aggressiveness, metastasis
in vivo, and proliferation have been all linked to
increased H19/miR-675 expression in breast cancer
cells. Mechanistic [73]. According to the hypothesis,
this is dependent on the activity of miR-675 in b-Cbl
and c-Cbl mRNAs, which hyper activates EGFR and
c-Met and thereby starts Akt and Erk signalling [74].
A prototype ceRNA mechanism that is active during
muscle development is also highlighted by the
description of H19 as a miRNA sponge for Let-7. A
number of investigations have demonstrated that the
ceRNA pathway additionally exists in breast tumors.
For example, it has been demonstrated that by
regulating WNT signaling, the interaction between
H19 and Let-7c influences whether cancer stem cells
(CSC) divide symmetrically or asymmetrically. The
pluripotency factor and a transcription factor
necessary for stem cell production, Let-7a/b and
LIN28, were found to interact with H19 in a separate
study [17]. According to a positive feedback theory,
competition between H19 and LIN28 for Let-7a/b
binding raises LIN28 levels. As a result, not all of the
Let-7 miRNA target genes are depressed since
mature Let-7a/b molecules can be produced from
precursors [75]. Finally, H19 has been shown to
release HIF1 mRNA levels and sequester Let-7
miRNAs under hypoxic conditions. This study
showed that the H19/Let-7/HIF-1 axis acts as a
gatekeeper for metabolic processes by regulating the
transition from OXPHOS to glycolysis in hypoxic
environments [18].

Using LncRNAs as a Guide
NORAD

By functioning as a regulator of mRNA translation
or devastation, INcRNAs in the cytosol may regulate
mRNA stability in in addition to functioning as
miRNA sponges. One excellent example is the non-
coding RNA triggered by DNA damage (NORAD)
[76]. The cytoplasm includes tremendous quantities
of this IncRNA that functions as a decoy by binding
to PUMILIO1/2 proteins. This process requires the
NORAD, a specific order that includes multiple
PUMILIO response elements (PRE), an 8 NT
segment that typically occurs in the 30 UTR of
PUMILIO designated mMRNAs. NORAD maintains
chromosomal integrity and serves as a reservoir for
PUMILIO1/2 proteins during genotoxic stress [77].
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Chromosomal instability is induced by the aberrant
synthesis of PUMILIO1/2 proteins, which associate
with and accelerate the mRNA degradation of
essential targets for DNA repair and replication upon
the removal or downregulation of NORAD [78].
Replication fork speed is slowed down as well,
chromosomal segregation challenges increase, and
the cell cycle has been altered in NORAD-depleted
cells [79]. It has been proposed that NORAD
suppresses breast cancer tumors. The usually
carcinogenic YAP/TAZ and NuRD complexes have
been shown to transcriptionally suppress NORAD.
Further, it has been determined that NORAD
operates as a decoy for S100P, preventing its pro-
migratory and pro-invasive conduct [80].

Polypeptides Encoding LncRNAs

Their definition states that IncRNAs should not be
able to code. However, some research revealed that
tiny polypeptides can participate in IncRNA-
regulatory roles and synthesized small open-reading
frames (ORFs). For example, it has been
demonstrated that LINC00665 encodes a 5.5 kDa
micro peptide called CIP2A-BP in breast cells [81].
This micro peptide binds to CIP2A and competes
with the oncogene PP2A, which promotes the growth
of tumors. The finding that the TGF and SMAD
pathways regulate LINCO0665 translation but have
no effect on overall levels is noteworthy [82].
According to this model, The overexpression of the
CIP2A-BP protein, in contrast to LINC00665
expression, can suppress the migratory and invasive
characteristics of triple-negative breast cancer cells
in both in vitro and in vivo environments [6, 83]. One
common IncRNA discovered in breast epithelial
tissue is EPR [epithelial cell program regulator],
whose expression is suppressed by TGF. It has been
demonstrated that the ~8 kDa short peptide that
LncRNA EPR encodes localizes in the mammary
gland epithelial cell junctions along with junctional
proteins like ZO-1, CGNL1, and Contactin [84]. It
was proposed that IncRNA EPR had two
mechanisms. It can interact with the chromatin-
bound Cdknla gene and maintain the stability and
production of Cdknla mRNA at the RNA level,
which promotes cell cycle arrest and epithelial

phenotype [85-86].
PVT1: Multiple Functions, One IncRNA

Numerous long non-coding RNAs [IncRNAS]
perform diverse regulatory functions, often
associated  with  complex and  sometimes
contradictory phenotypes. Plasmacytoma variant
translocation 1 (PVTL1) is a notable example of such
a multifunctional IncRNA [69]. The genomes of
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mice and rats display significant similarity to the
human PVTL1 gene. Expression of PVT1 IncRNA is
regulated by six distinct transcription start sites
(TSS), spread across a 300 kb region downstream of
the MYC oncogene promoter. The 8q24
chromosomal region, which encompasses both MYC
and PVT1, is frequently mutated in cancer. In
particular, amplifications and structural alterations at
this locus often result in the co-amplification of these
two genes [87-89] have been identified within the
PVT1 locus and may function as oncomiRs by
promoting cell proliferation, reducing stress-induced
apoptosis, and enhancing glycolytic metabolism.
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However, other studies have shown that these same
miRNAs can also exert tumor-suppressive effects,
suggesting that their impact is likely tissue-specific,
and dependent on cellular context [90].

Additionally, the PVT1 sequence contains multiple
miRNA response elements (MRES), indicating that
the transcript may act as a molecular sponge [91].
Several studies support the idea that PVT1 sequesters
tumor-suppressive miRNAs, thereby activating pro-
survival and proliferative pathways and contributing
to metastatic progression [92-93].

Table 2. Functional and clinical significance of IncRNAs in Breast Cancer [94-97].

IncRNA Expression  in Mechanism of Action Biological Clinical
Breast Cancer Function Implications
HOTAIR Upregulated Binds PRC2 & LSDI1 to silence tumor = Promotes EMT, Poor prognosis,
suppressors (e.g., PTEN, BRCA1) metastasis, and =~ chemoresistance
therapy
resistance
MALAT1 Upregulated Regulates splicing(e.g., B-MYB, = Enhances Associated with
SF2/ASF) and promotes = proliferation, TNBC and poor
angiogenesis invasion, and @ survival
metastasis
GAS5 Downregulated Sponges miR-21, inhibits =GR Induces Tumor suppressor,
signaling, upregulates p53 apoptosis, potential
suppresses therapeutic target
growth
XIST Downregulated Mediates X-chromosome = Modulates Linked to hormone
[loss in some inactivation; loss leads to oncogene hormone resistance
subtypes] activation receptor
signaling
(ER/PR)
NEAT1 Upregulated Forms paraspeckles, stabilizes HIF- Promotes Correlates with
1a, sponges miR-448 hypoxia advanced stages
adaptation and
stemness
ANRIL Upregulated Recruits PRC1/PRC2 to | Drives cell cycle Poor prognosis in
silence CDKN2A/B (p16/p15) progression, ER+ cancers
anti-apoptosis
H19 Upregulated Sponges let-7, activates IGF2, Enhances Biomarker for
promotes EMT via miR-200b/c proliferation, aggressive
stemness, and  subtypes
metastasis
PVT1 Upregulated Stabilizes MYC,  sponges miR-200 | Suppresses Associated with
family apoptosis, TNBC and relapse
promotes
chemo-
resistance
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LINCO00511 Upregulated

Binds EZH?2, silences LATS2 (Hippo
pathway)
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Promotes
proliferation
and invasion

Poor survival in
luminal B tumors

BCAR4 Upregulated Activates GLI2 (Hedgehog pathway) = Drives tamoxifen =Predicts endocrine
via SNIP1/PNRC1 resistance therapy failure
LINCO00673 Upregulated Sponges miR-515-5p, Enhances Linked to lymph
activates MARK4/ERK pathway migration and  node metastasis
invasion
DANCR Upregulated Binds CTNNBI1 (B-catenin), activates | Promotes Correlates with
Wnt/p-catenin stemness and  recurrence
EMT
MEG3 Downregulated Binds p53, inhibits MDM2, Induces Tumor suppressor,
suppresses VEGF apoptosis, anti-  lost in aggressive
angiogenic tumors
UCA1 Upregulated Sponges miR-143, Promotes growth = Associated with
upregulates HER2, and chemo-  HER2+ tumors
activates AKT/mTOR resistance
LINCO00963 Upregulated Interacts with YBX1, Enhances Predictive of poor
stabilizes EGFR mRNA proliferation response to TKIs
and lapatinib
resistance

Amplification of the 8924 region in breast cancer
may lead to an increased copy number of the PVT1
gene or the accumulation of inherited modifications
in its promoter region, thereby restricting PVT1
expression [98]. The upstream promoter of PVT1
exerts a tumor-suppressive effect independent of
IncRNA transcription and plays a crucial role in the
tight regulation of MYC expression [99]. In breast
cancer cell lines, the intragenic enhancers within the
PVT1 gene body compete with the MYC and PVT1
promoters for binding. Because the PVT1 promoter
interacts with the neighboring enhancers, only the
PVT1 transcript is expressed when it is operation
[100]. The intragenic enhancers rewire the non-
functional PVT1 promoter towards the MYC
promoter enhancing the oncogenic expression of
MYC, thereby facilitating the proliferation of cancer
cells through a topological reorganization of the 3D

genome [101].

It appears that this enhancer retargeting mechanism
is not unique to the PVT1-MYC combination.
Because of topological changes in the genome that
might strengthen the production of oncogenes,
cancer cells frequently accumulate mutations in the
promoters of genes. This study identified a p53-
responsive region on a downstream TSS for Pvt1 that
could cause the production of the Pvtlb isoform and

the simultaneous suppression of Myc transcription
under stress and upon p53 engagement [102]. Since
the repression of Myc takes place in cis when
topological rearrangements are absent and is
reversed when antisense oligonucleotides that target
Pvtlb are present, the scientists proposed that this
mechanism is RNA-dependent [103]. Although this
process in human cancers is still unclear, it suggests
that IncRNA has a part in regulating important stress
response pathways, including the p53-coordinated

one [104-105].

Though long non-coding RNAs [IncRNASs] have
grown into crucial regulators of genes, their role in a
number of biological operations, including cancer,
remain uncertain. A few of the primary claims and
disputes pertaining to IncRNAs. Although several
InNcRNAs have been noticed, little is known
concerning their roles in function. Maybe they serve
as basic regulatory byproducts or play crucial
positions of regulation in cellular processes is still up
for disagreements. The means in which IncCRNAs
carry out their roles are still up for dispute. While
some studies contend that IncRNAs interact with
RNA-binding proteins and regulate transcription,
others suggest that they operate as molecular the
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scaffolding that lure proteins towards particular loci.
Consensus is rendered more difficult by a range of
methods. Although LncRNAs are frequently
expressed at low levels, it might be challenging to
discover and validate the way they work. This raises
questions about the studies' capacity to be
reproduced. Additionally, some IncRNAs express
themselves differently among various tissues or
cancers, which can cause confusion when
interpreting results from large datasets. Whereas a
large number of IncRNAs have been linked to
cancer, there is ongoing contention on the clinical
importance of them. The robustness and specificity
of IncRNAs in clinical situations are questioned by
some research, while others illustrate the potential as
biomarkers or targets for therapy. Insufficiently
rigorous monitoring, inconsistent outcomes, or
failure to tell the difference between functional and
non-functional IncRNAs are some of the
explanations for why some IncRNA study are
criticized. The most effective method for confirming
the practical importance of INcRNAs is an ongoing
subject that is constantly debate. Non-coding RNAs
that are tiny as well as additional RNA species may
share functional redundancy with certain IncRNAs.
This overlap brings to attention how distinct
IncRNASs' function are in particular circumstances.

3. Results
Challenges and Recommendation

It is not unexpected that numerous long non-coding
RNAs have prevalent protein-binding domains,
along with uniqgue DNA-targeting sequences that
differ between developmental stages if the
complicated ontogenies of creatures and, to a lesser
degree, vegetation, utilize an enormous quantity of
RNAs for controlling epigenetic regulatory decisions
at every phase of cell division. Discovering which
InNcRNAs and their modules that cooperate with
proteins that affect gene regulation, and which ones
exhibit target selectivity (DNA or RNA), is the
hardest part. The multisubunit arrangement of many
RNP compounds hampers the first; however,
innovations like iCLIP422, RAP-MS423, ChIRP-
MS388 and iDRiP424 deal with this issue. More
difficult still is figuring out the specificity of the
target given the magnitude of RNA-RNA and RNA-
DNA interactions425, particular targeting only
requires a brief period of nucleic acid mutual
complementarity. However, novel approaches that
assess RNA—chromatin and RNA-RNA interactions,
such as GRID-seq426, RADICL-seq427, RIC-
seq428 and RD-SPRITE353, may be competent to
lend a hand. It is also necessary to characterize the
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components of the cytoplasmic compartments in
which other IncRNAs are found. A more thorough
understanding of cell and developmental biological
processes as well as gene environment interactions
will lead to improved insight into the functions of
long non-coding RNAss along with the way they
work in dynamically assemblages with other
biomolecules. Understanding whether IncRNAs and
RNA shifts influence cognitive flexibility, especially
within the cerebral cortex, and how these INCRNA-
mediated mechanisms malfunction in neurological
disorders, cancer, and other disorders are instances
of developing obstacles. We recommend using the
generic label "IncRNA™" for non-coding RNAs
greater than 500 nt in absence of an accurate
categorization. We suggest naming long non-coding
for themselves and in relation to a noticed distinctive
or work [as has been standard for protein molecules],
preferred together with complete exon-intron
structures and genomic coordinates, unless they are
antisense to the protein-coding gene in question [in
which case the wording "gene name-AS" should be
used]. We advise labeling the IncRNA using the
GENCODE approach if no physiological
background is provided. We propose that complete
transcript analysis of the isoforms and stoichiometry
of mRNASs, RNA molecules called and short RNAs
in lymphocytes at multiple phases of differentiation,
thereby and additionally during different physiologic
and illness conditions, acquiring knowledge, and
situations of stress, ought to constitute a part of
prospective transcript expression profiling.

Cellular-based, organoid-based, and in vivo studies
utilizing techniques for restricted tissue-specific, or
cell type-specific gain-of-function and loss-of-
function of INCRNAs ought to complement these
initiatives. In general terms, the following will be
needed for recognizing and understanding the
significance of IncRNAs and RNA network
regulation in multicellular growth and development,
cellular ecology, and disorder: The determination of
how IncRNAs, amino acids, chromosome changes,
and the genome cooperate to construct the nuclear
domains necessary for transcription, splicing,
enhancer operate and chromatin construction. A
development  of intracellular  RNA-tracking
techniques and antibodies with high sensitivity for
protein—-RNA complexes will be needed for this
endeavor. Employing a variety of sequencing
techniques, chemical probing, techniques for
imaging, and superconducting microscopy of
electrons to identify the positions of IncRNAs,
structure—function associations, and connections.
The discovery and explanation of the myriad
unidentified cytoplasmic and nuclear compartments
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that are ornamented with certain IncRNAs. Use
machine  learning to  examine  massive
transcriptomic, proteomic, phenomics, genomic, and
epigenomics, which information with the aim to
discover connections between events and routes.

4. Conclusion
Future prospective and Conclusion

This review analyzes the role of LncRNA in
progression in breast cancer by examining several
LncRNA key characteristics. The impact of
IncRNASs on cellular and tumor biology is as diverse
as the molecular mechanisms through which they
operate. We highlight some of the most significant
recent findings, emphasizing that breast cancer
remains one of the most extensively studied tumor
types in this context. Although it is widely
recognized that IncRNAs play a crucial role in gene
regulation either globally or by fine-tuning the
expression of specific target genes the complexity of
their functions and biological activities presents a
major challenge in IncRNA research. However,
recent technological advancements, including new
sequencing methodologies that go beyond short-read
sequencing, offer promising opportunities to
revitalize this field and drive the discovery of new
foundational insights. In addition to contributing to
the characterization of cancer phenotypes, INCRNAs
are now also considered as valuable biomarkers of
pathological states and potential therapeutic targets.
Given that RNA is generally easier to target and
degrade than proteins or DNA, and considering the
high tissue- and cell-type specificity of IncRNA
expression, they offer promising avenues for highly
targeted therapeutic strategies. These features
underscore the importance of investigating INCRNAs
in the context of disease pathology.

Although RNAs (ncRNAs) such as H19 and XIST
were identified prior to the genomic era, not fully
explained and researched until the early 2000s. The
development of DNA sequencing technologies, such
as RNA sequencing, has made it easier to uncover
the function of these INcRNAs and their involvement
in various pathologies and infectious diseases. The
molecular characterization of breast cancer is greatly
influenced by the assessment of differential
expression of IncRNAs using single-cell RNAseq
and high throughput RNAseq methodologies.
Several research teams are utilized these advanced
tools to identify many kinds of IncRNA genes and
defines them across different illnesses, including
cancer. These IncRNAs have been connected to
multiple signaling pathways through bioinformatics
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and gene enriched analysis, and this additionally
highlighted the value of treatment monitoring and
their  diagnostic  benefits.  Despite  growing
knowledge of IncRNAs and their disease
associations, their clinical application remains
limited. In specific genetic subtypes of breast cancer,
however, experimental and clinical data support the
use of IncRNAs as predictive and prognostic
biomarkers. As the clinical relevance of IncRNAs
becomes clearer, their use will enhance diagnostic
precision and reduce result variability in breast
cancer management.

Ethical Considerations

Compliance with ethical guidelines

Not applicable

Funding

There is no funding agency involved in this research.
Author's contributions

HMS conceived the study; MM designed the study
design and wrote the first draft. RM performed
language editing and suggested for quality
improvement. HMS supervised the project and
performed the final editing. HA and HMS performed
literature search and collection and proofread the
manuscript all authors have read and agreed to the
published version of the manuscript.

Conflict of interest

The authors declare that the research was conducted in
the absence of any commercial or financial
relationships that could be construed as a potential
conflict of interest.

Acknowledgments

The authors (HMS, MM, RM, and HA) would like to
gratefully acknowledge the Institute of Biological
sciences, Khwaja Fareed University of Engineering &
Information Technology, KFUEIT, Rahim Yar Khan,
Punjab for providing platform support to compile this
manuscript.

References

[1] Johnson KS, Conant EF, Soo MS. Molecular
subtypes of breast cancer: a review for breast
radiologists. ] Breast Imaging. 2021;3(1):12-24.
[DOI: 10.1093/jbi/wbaa110] [PMID]

AAB, 2025; 16:E48811


https://doi.org/10.1093/jbi/wbaa110
https://pubmed.ncbi.nlm.nih.gov/38424845/

Regulatory Role of IncRNAs in Breast Cancer

[2] Zhang MH, Man HT, Zhao XD, Dong N, Ma SL.
Estrogen  receptor-positive  breast  cancer
molecular signatures and therapeutic potentials.
Biomed Rep. 2014;2(1):41-52. [DOL
10.3892/br.2013.187] [PMID]

[3] Zubair M, Riaz M, Kiani MN, Aslam HM, Fatima
AEZ, Sultan HM, et al. Application of
nanotechnology for targeted drug delivery and
nontoxicity. International Journal of General
Practice ~ Nursing.  2024;2(2):57-67.  [DOIL
10.26689/ijgpn.v2i2.7436]

[4] Maryam S, Rasheed M, Kareem K, Javed I, Amjad
M, Sultan H. Synthesis and function of multi-
modality probe for early tumor diagnosis in
mouse. Alq ] Med App Sci. 2021;4(2):152-62. [DOI:
10.5281/zenodo0.5160205]

[5] Tufail M, Wu C. Exploring the burden of cancer in
Pakistan: an analysis of 2019 data. ] Epidemiol
Glob Health. 2023;13(2):333-43. [DOL
10.1007 /s44197-023-00104-5] [PMID]

[6] Sultan HM, Fatima M, Rehman BU, Sajid T, Riaz
M, Mustafa FE, et al. Advances in the probiotic
production, innovation, and therapeutic
applications in health and nutrition. Trends in
Infection and Global Health. 2024;4(2):31-49. [DOIL:
10.24815/tigh.v4i2.42582]

[7] Agostinetto E, Rediti M, Fimereli D, Debien V,
Piccart M, Aftimos P, et al. HER2-low breast
cancer: molecular characteristics and prognosis.
Cancers  (Basel).  2021;13(11):2824.  [DOL:
10.3390/ cancers13112824] [PMID]

[8] Chen M, Chen W, Liu D, Chen W, Shen K, Wu ],
et al. Prognostic values of clinical and molecular
features in HER2 low-breast cancer with
hormonal receptor overexpression: features of
HER2-low breast cancer. Breast Cancer.
2022;29(5):844-53. [DOI: _ 10.1007/s12282-022-
01364-y] [PMID

[9] Huang Y, Hong W, Wei X. The molecular
mechanisms and therapeutic strategies of EMT in
tumor progression and metastasis. ] Hematol
Oncol. 2022;15(1):129. [DOL: 10.1186/s13045-022-
01347-8] [PMID

[10] Gundamaraju R, Lu W, Paul MK, Jha NK, Gupta
PK, Ojha S, et al. Autophagy and EMT in cancer
and metastasis: who controls whom? Biochim
Biophys Acta Mol Basis Dis. 2022;1868(9):166431.
[DOI: 10.1016/j.bbadis.2022.166431] [PMID]

[11] Sajid T, Khan ], Abbas Z, Sultan HM, Mazhar M,
Zubair M, et al. Targeting cancers: uncovering the
potential roles of potato tissue culture as anti-
cancer agents. Proceedings of Anticancer
Research. 2024;8(3):36-50. [DOL:
10.26689/par.v8i3.6756]

[12] Ali M, Shabbir K, Ali S, Mohsin M, Kumar A, Aziz
M, et al. A new era of discovery: how artificial
intelligence has revolutionized the biotechnology.

AAB, 2025; 16:E48811

Archives of Advances
in Biosciences

Nepal ] Biotechnol. 2024;12(1):1-11. [DOL
10.54796 /njb.v12i1.312]

[13] Rasheed M, Kareem K, Liaquat A, Ashraf A,
Maryam S. Qualitative proteomics analysis of
proteins and biomarkers of Alzheimer's disease.
ASEAN Journal of Science and Engineering.
2022;2(3):217-30. [DOL: 10.17509/ ajse.v2i3.39391]

[14] Shazma, Zubair M, Sultan HM, Rehman BU,
Ahmed U, Zehra F, et al. CRISPR-Cas9: a
promising therapeutic approach for diabetes
mellitus. International Journal of General Practice
Nursing. 2024;2(2):43-56. [DOL:
10.26689/ijgpn.v2i2.7433]

[15] Piergentili R, Basile G, Nocella C, Carnevale R,
Marinelli E, Patrone R, et al. Using ncRNAs as
tools in cancer diagnosis and treatment —the way
towards personalized medicine to improve
patients' health. Int ] Mol Sci. 2022;23(16):9353.
[DOL: 10.3390/1jms23169353] [PMID]

[16] Abubakar M, Ayyoub R, Rehman B, Kiani MN,
Ahmed U, Farooq ], et al. Exploring novel
therapeutic breakthroughs for cancers: potential
roles of miRNAs. Proceedings of Anticancer
Research. 2024;8(5):11-24. [DOL:
10.26689/par.v8i5.6924]

[17] Sultan H, Javed I, Zubair M, Igbal K, Bilal M, Igbal
J, et al. Protein and polysaccharide base
biomaterial for the formation of composite bone
scaffold. Alq ] Med App Sci. 2021;4(2):80-8. [DOL:
10.5281/zenod0.4917928]

[18] Khalid A, Sultan HM. Anthelmintic activity of
Foeniculum vulgare seeds and meta-analysis of
some other medicinal plants from Pakistan.
International Journal of General Practice Nursing.
2024;2(2):34-42. [DOI: 10.26689/ijgpn.v2i2.7432]

[19] Yousaf A, Tasneem N, Mustafa A, Fatima R, Nabia
N, Khan RA, et al. Gastric cancer associated risk
factors and prevalence in Pakistan. ASEAN
Journal of Science and Engineering. 2021;1(2):73-8.
[DOL: 10.17509/ ajse.v1i2.41124]

[20] Riaz M, Zubair M, Igbal MK, Bukhari SMA, Sultan
HM. Exploring the platelet and cancer cell
interaction in metastasis targeting. Journal of
Current Oncology and Medical Sciences.
2024;4(2):834-44. [LINK

[21] Li Y, Li W, Hoffman AR, Cui J, Hu JF. The
nucleus/mitochondria-shuttling IncRNAs
function as new epigenetic regulators of
mitophagy in cancer. Front Cell Dev Biol.
2021;9:699621. [DOIL: 10.3389/fcell.2021.699621]
PMID

[22] Sideris N, Dama P, Bayraktar S, Stiff T, Castellano
L. LncRNAs in breast cancer: a link to future
approaches. Cancer Gene Ther. 2022;29(12):1866-
77. [DOI: 10.1038 /s41417-022-00487-w] [PMID]

[23] Tang J, Wang X, Xiao D, Liu S, Tao Y. The
chromatin-associated RNAs in gene regulation



https://doi.org/10.3892/br.2013.187
https://doi.org/10.3892/br.2013.187
https://pubmed.ncbi.nlm.nih.gov/24649067/
https://doi.org/10.26689/ijgpn.v2i2.7436
https://doi.org/10.26689/ijgpn.v2i2.7436
https://doi.org/10.5281/zenodo.5160205
https://doi.org/10.5281/zenodo.5160205
https://doi.org/10.1007/s44197-023-00104-5
https://doi.org/10.1007/s44197-023-00104-5
https://pubmed.ncbi.nlm.nih.gov/37185935/
https://doi.org/10.24815/tigh.v4i2.42582
https://doi.org/10.24815/tigh.v4i2.42582
https://doi.org/10.3390/cancers13112824
https://doi.org/10.3390/cancers13112824
https://pubmed.ncbi.nlm.nih.gov/34198891/
https://doi.org/10.1007/s12282-022-01364-y
https://doi.org/10.1007/s12282-022-01364-y
https://pubmed.ncbi.nlm.nih.gov/35729304/
https://doi.org/10.1186/s13045-022-01347-8
https://doi.org/10.1186/s13045-022-01347-8
https://pubmed.ncbi.nlm.nih.gov/36076302/
https://doi.org/10.1016/j.bbadis.2022.166431
https://pubmed.ncbi.nlm.nih.gov/35533903/
https://doi.org/10.26689/par.v8i3.6756
https://doi.org/10.26689/par.v8i3.6756
https://doi.org/10.54796/njb.v12i1.312
https://doi.org/10.54796/njb.v12i1.312
https://doi.org/10.17509/ajse.v2i3.39391
https://doi.org/10.26689/ijgpn.v2i2.7433
https://doi.org/10.26689/ijgpn.v2i2.7433
https://doi.org/10.3390/ijms23169353
https://pubmed.ncbi.nlm.nih.gov/36012617/
https://doi.org/10.26689/par.v8i5.6924
https://doi.org/10.26689/par.v8i5.6924
https://doi.org/10.5281/zenodo.4917928
https://doi.org/10.5281/zenodo.4917928
https://doi.org/10.26689/ijgpn.v2i2.7432
https://doi.org/10.17509/ajse.v1i2.41124
http://submission.journalofcoms.com/index.php/JCOMS/article/view/193
https://doi.org/10.3389/fcell.2021.699621
https://pubmed.ncbi.nlm.nih.gov/34568319/
https://doi.org/10.1038/s41417-022-00487-w
https://pubmed.ncbi.nlm.nih.gov/35788171/

Sultan HM et al

and cancer. Mol Cancer. 2023;22(1):27. [DOIL
10.1186/512943-023-01724-y] [PMID]

[24] Salah Eldeen YM, Ibrahim MM, Kamal DE,
AlKaramany AS. Long non-coding RNA Hox
transcript antisense intergenic RNA (HOTAIR)
possible roles in rheumatoid arthritis. Zagazig
Univ Med J. 2025;31(2):866-75. [LINK]

[25] Wang ], Su Z, Lu S, Fu W, Liu Z, Jiang X, et al.
LncRNA HOXA-AS2 and its molecular
mechanisms in human cancer. Clin Chim Acta.
2018;485:229-33. [DOI: 10.1016/j.cca.2018.07.004]

PMID

[26] Song Y, Wang Y, Chen M, Wei Z. HOX transcript
antisense intergenic RNA is differentially
expressed in hypertrophic scar tissues and
regulates the biological function of scar fibroblasts
through sponging miR-30a-5p. Dermatol Sin.
2023;41(3):160-5. [DOI. _ 10.4103/ds.DS-D-22-
00120

[27] Liguori G, Cerrone M, De Chiara A, Tafuto S, de
Bellis MT, Botti G, et al. The role of IncRNAs in
rare tumors with a focus on Hox transcript
antisense RNA (HOTAIR). Int ] Mol Sci.
2021;22(18):10160. [DOI: 10.3390/ijms221810160]

PMID

[28] Aftab Z, Bukhari SMA, Abubakar M, Sultan HM,
Zubair M, Abou El Niaaj MA. Innovative
nanoparticle  synthesis and  multifaceted
applications in medicine and cancer therapy.
Journal of Clinical and Nursing Research.
2024;8(11):21-35. [DOL: 10.26689/jcnr.v8i11.8728]

[29] Ong CT, Corces VG. Enhancer function: new
insights into the regulation of tissue-specific gene
expression. Nat Rev Genet. 2011;12(4):283-93.
[DOI: 10.1038 /nrg2957] [PMID]

[30] Spitz F, Furlong EE. Transcription factors: from
enhancer binding to developmental control. Nat
Rev Genet. 2012;13(9):613-26. [DOL:
10.1038 /nrg3207] [PMID]

[31] Ntini E, Louloupi A, Liz J, Muino JM, Marsico A,
@rom UA. Long ncRNA A-ROD activates its
target gene DKKI at its release from chromatin.
Nat Commun. 2018;9(1):1636. [DOL:
10.1038/541467-018-04100-3] [PMID]

[32] Di M, Zhang Y, Zeng R, Liu X, Chen W, Zhang M,
et al. The pro-angiogenesis effect of miR33a-
5p/Ets-1/DKK1 signaling in ox-LDL induced
HUVEGCs. Int J Biol Sci. 2021;17(15):4122-39. [DOL:
10.7150/ijbs.60302] [PMID] [PMCID]

[33] Giuliani B, Tordonato C, Nicassio F. Mechanisms
of long non-coding RNA in breast cancer. Int ] Mol
Sci. 2023;24(5):4538. [DOL: 10.3390/ijms24054538]

PMID

[34] Gil N, Ulitsky I. Regulation of gene expression by
cis-acting long non-coding RNAs. Nat Rev Genet.
2020,21(2):102-17. [DOI: 10.1038 /s41576-019-0184-

5] [PMID]

Archives of Advances
in Biosciences

[35] Pirlog R, Drula R, Nutu A, Calin GA, Berindan-
Neagoe L. The roles of the colon cancer associated
transcript 2 (CCAT2) long non-coding RNA in
cancer: a comprehensive characterization of the
tumorigenic and molecular functions. Int ] Mol
Sci. 2021;22(22):12491. [DOL
10.3390/ijms222212491] [PMID]

[36] Liau XL, Salvamani S, Gunasekaran B, Chellappan
DK, Rhodes A, Ulaganathan V, et al. CCAT1—a
pivotal oncogenic long non-coding RNA in
colorectal cancer. Br ] Biomed Sci. 2023;80:11103.
[DOI: 10.3389 /bjbs.2023.11103] [PMID]

[37] Xiang JF, Yin QF, Chen T, Zhang Y, Zhang XO, Wu
Z, et al. Human colorectal cancer-specific CCAT1-
L IncRNA regulates long-range chromatin
interactions at the MYC locus. Cell Res.
2014;24(5):513-31. [DOL__ 10.1038/cr.2014.35]

PMID

[38] Zhao W, Song M, Zhang ], Kuerban M, Wang H.
Combined identification of long non-coding RNA
CCAT1 and HOTAIR in serum as an effective
screening for colorectal carcinoma. Int J Clin Exp
Pathol. 2015;8(11):14131-40. [PMID] [PMCID

[39] Ozawa T, Matsuyama T, Toiyama Y, Takahashi N,
Ishikawa T, Uetake H, et al. CCAT1 and CCAT?2
long noncoding RNAs, located within the 8q24.21
'gene desert,’ serve as important prognostic
biomarkers in colorectal cancer. Ann Oncol.
2017;28(8):1882-8. [DOL:
10.1093 /annonc/mdx248] [PMID]

[40] Rehman B, Abubakar M, Kiani MN, Ayyoub R.
Analysis of genetic alterations in TP53 gene in
breast cancer. Proceedings of Anticancer
Research. 2024;8(3):25-35.
https:/ /doi.org/10.26689/par.v8i3.6720

[41] Xie X, Tang B, Xiao YF, Xie R, Li BS, Dong H, et al.
Long non-coding RNAs in colorectal cancer.
Oncotarget. 2016;7(5):5226-39.
https://doi.org/10.18632/oncotarget.6446.

PMID] [PMCID

[42] Wang Y, Liu ], Huang BO, Xu YM, Li ], Huang LF,
et al. Mechanism of alternative splicing and its
regulation. Biomed Rep. 2015;3(2):152-8. [DOI:
10.3892/br.2014.407] [PMID]

[43] Fernandes JC, Acufia SM, Aoki JI, Floeter-Winter
LM, Muxel SM. Long non-coding RNAs in the
regulation of gene expression: physiology and
disease. Noncoding RNA. 2019;5(1):17. [DOL:
10.3390/ncrna5010017] [PMID]

[44] Athie-Cuervo  A. Somatic  copy-number
alterations across human cancers from IncRNA
perspective [doctoral dissertation]. Pamplona:
Universidad de Navarra; 2017. [LINK

[45] Hasler D, Meister G, Fischer U. Stabilize and
connect: the role of LARP7 in nuclear non-coding
RNA metabolism. RNA Biol. 2021;18(2):290-303.
[DOL: 10.1080/15476286.2020.1767952] [PMID]

AAB, 2025; 16:E48811


https://doi.org/10.1186/s12943-023-01724-y
https://doi.org/10.1186/s12943-023-01724-y
https://pubmed.ncbi.nlm.nih.gov/36750826/
https://journals.ekb.eg/article_397878.html
https://doi.org/10.1016/j.cca.2018.07.004
https://pubmed.ncbi.nlm.nih.gov/29981289/
https://doi.org/10.4103/ds.DS-D-22-00120
https://doi.org/10.4103/ds.DS-D-22-00120
https://doi.org/10.3390/ijms221810160
https://pubmed.ncbi.nlm.nih.gov/34576322/
https://doi.org/10.26689/jcnr.v8i11.8728
https://doi.org/10.1038/nrg2957
https://pubmed.ncbi.nlm.nih.gov/21358745/
https://doi.org/10.1038/nrg3207
https://doi.org/10.1038/nrg3207
https://pubmed.ncbi.nlm.nih.gov/22868264/
https://doi.org/10.1038/s41467-018-04100-3
https://doi.org/10.1038/s41467-018-04100-3
https://pubmed.ncbi.nlm.nih.gov/29691407/
https://doi.org/10.7150/ijbs.60302
https://doi.org/10.7150/ijbs.60302
https://pubmed.ncbi.nlm.nih.gov/34803487/
https://pmc.ncbi.nlm.nih.gov/articles/PMC8579465/
https://doi.org/10.3390/ijms24054538
https://pubmed.ncbi.nlm.nih.gov/36901971/
https://doi.org/10.1038/s41576-019-0184-5
https://doi.org/10.1038/s41576-019-0184-5
https://pubmed.ncbi.nlm.nih.gov/31729473/
https://doi.org/10.3390/ijms222212491
https://doi.org/10.3390/ijms222212491
https://pubmed.ncbi.nlm.nih.gov/34830370/
https://doi.org/10.3389/bjbs.2023.11103
https://pubmed.ncbi.nlm.nih.gov/37025163/
https://doi.org/10.1038/cr.2014.35
https://pubmed.ncbi.nlm.nih.gov/24662484/
https://pubmed.ncbi.nlm.nih.gov/26823726/
https://pmc.ncbi.nlm.nih.gov/articles/PMC4713512/
https://doi.org/10.1093/annonc/mdx248
https://doi.org/10.1093/annonc/mdx248
https://pubmed.ncbi.nlm.nih.gov/28838211/
https://doi.org/10.26689/par.v8i3.6720
https://doi.org/10.18632/oncotarget.6446
https://pubmed.ncbi.nlm.nih.gov/26637808/
https://pmc.ncbi.nlm.nih.gov/articles/PMC4868682/
https://doi.org/10.3892/br.2014.407
https://doi.org/10.3892/br.2014.407
https://pubmed.ncbi.nlm.nih.gov/25798239/
https://doi.org/10.3390/ncrna5010017
https://doi.org/10.3390/ncrna5010017
https://pubmed.ncbi.nlm.nih.gov/30781588/
https://dadun.unav.edu/entities/publication/34bdac88-8fc1-4087-8d1e-9a470eb199fd
https://doi.org/10.1080/15476286.2020.1767952
https://pubmed.ncbi.nlm.nih.gov/32401147/

Regulatory Role of IncRNAs in Breast Cancer

[46] Zhao P. Multi-omics approaches to elucidate the
role of non-coding genome in cancer [doctoral
dissertation]. Leuven: KU Leuven; 2023. [LINK]

[47] De Troyer L, Zhao P, Pastor T, Baietti MF, Barra J,
Vendramin R, et al. Stress-induced IncRNA
LASTR fosters cancer cell fitness by regulating the
activity of the U4/U6 recycling factor SART3.
Nucleic Acids Res. 2020;48(5):2502-17. [DOI:
10.1093 /nar/gkz1237] [PMID]

[48] Zhou ZR, Wang XY, Yu XL, Mei X, Chen XX, Hu
QC, et al. Building radiation-resistant model in
triple-negative  breast cancer to screen
radioresistance-related molecular markers. Ann
Transl Med. 2020;8(4):108. [DOL:
10.21037/atm.2019.12.114] [PMID] [PMCID]

[49] Kumar V, Shaulian E. LncRNAs, critical
regulators of cellular stress in cancer: a new player
in the old game. J Cell Signal. 2024;5(3):143-8.
[DOI: 10.33696/Signaling.5.120]

[50] Jen J, Tang YA, Lu YH, Lin CC, Lai WW, Wang
YC. Oct4 transcriptionally regulates the
expression of long non-coding RNAs NEAT1 and
MALAT1 to promote lung cancer progression.
Mol Cancer. 2017;16(1):104. [DOI: 10.1186/512943-
017-0674-z] [PMID]

[561] Sun Y, Ma L. New insights into long non-coding
RNA MALAT1 in cancer and metastasis. Cancers
(Basel). 2019,11(2):216. [DOL:
10.3390/ cancers11020216] [PMID]

[52] Alshahrani MY, Saleh RO, Hjazi A, Bansal P, Kaur
H, Deorari M, et al. Molecular mechanisms of
tumorgenesis and metastasis of long non-coding
RNA (IncRNA) NEAT1 in human solid tumors; an
update. Cell Biochem Biophys. 2024;82(2):593-607.
[DOL: 10.1007 /s12013-024-01287-9] [PMID]

[53] Zhou Q, Liu L, Zhou J, Chen Y, Xie D, Yao Y, et al.
Novel insights into MALAT1 function as a
microRNA sponge in NSCLC. Front Oncol.
2021;11:758653.
https:/ /doi.org/10.3389/fonc.2021.758653
PMID

[54] Nakagawa S, Ip JY, Shioi G, Tripathi V, Zong X,
Hirose T, et al. Malatl is not an essential
component of nuclear speckles in mice. RNA.
2012;18(8):1487-99. [DOL: 10.1261/rna.033217.112]
PMID

[55] Gutschner T, Hiammerle M, Diederichs S.
MALAT1—a paradigm for long noncoding RNA
function in cancer. ] Mol Med (Berl).
2013;91(7):791-801. [DOL  10.1007/s00109-013-
1028-y] [PMID]

[56] Khan M, Hou S, Chen M, Lei H. Mechanisms of
RNA export and nuclear retention. Wiley
Interdiscip Rev RNA. 2023;14(3):e1755. [DOI:
10.1002/wrna.1755] [PMID]

[57] Yao ZT, Yang YM, Sun MM, He Y, Liao L, Chen
KS, et al. New insights into the interplay between

AAB, 2025; 16:E48811

Archives of Advances
in Biosciences

long non-coding RNAs and RNA-binding
proteins in cancer. Cancer Commun (Lond).
2022;42(2):117-40. [DOL:__ 10.1002/cac2.12254]
PMID

[58] Chiu HS, Martinez MR, Komissarova EV, Llobet-
Navas D, Bansal M, Paull EQ, et al. The number of
titrated microRNA species dictates ceRNA
regulation. Nucleic Acids Res. 2018;46(9):4354-69.
[DOL: 10.1093 /nar/ gky286] [PMID]

[59] Zhao Y, Teng H, Yao F, Yap S, Sun Y, Ma L.
Challenges and strategies in ascribing functions to
long noncoding RNAs. Cancers (Basel).
2020;12(6):1458. [DOIL: 10.3390/cancers12061458]
PMID] [PMCID

[60] Yuan Y, Ren X, Xie Z, Wang X. A quantitative
understanding of microRNA-mediated
competing endogenous RNA regulation. Quant
Biol. 2016;4(1):47-57. [DOI: 10.1007/s40484-016-
0062-5

[61] Abubakar M, Ayyoub R, Rehman B, Zubair M,
Ahmed U. Advancing cancer stem cell-targeted
therapeutic  applications.  Proceedings  of
Anticancer Research. 2024;8(5):32-45. [DOL
10.26689/ par.v8i5.7043]

[62] Tsagakis I, Douka K, Birds I, Aspden JL. Long
non-coding RNAs in development and disease:
conservation to  mechanisms. ] Pathol.
2020;250(5):480-95.  [DOI: _ 10.1002/path.5405]
PMID

[63] Chen YM, Liu Y, Wei HY, Lv KZ, Fu P. Linc-ROR
induces epithelial-mesenchymal transition and
contributes to drug resistance and invasion of
breast cancer cells. Tumour Biol. 2016;37(8):10861-
70. [DOL: 10.1007/s13277-016-4909-1] [PMID]

[64] Zaman A, Sultan HM, Malik NUA, Waseem R,
Farooq J. Characterization of blaNDM gene in
multidrug-resistant  pathogens. International
Journal of General Practice Nursing. 2024;2(2):68-
75. [LINK

[65] Hou P, Zhao Y, Li Z, Yao R, Ma M, Gao Y, et al.
LincRNA-ROR induces epithelial-to-
mesenchymal transition and contributes to breast
cancer tumorigenesis and metastasis. Cell Death
Dis. 2014;5(6):€1287. [DOL:
10.1038/cddis.2014.249] [PMID]

[66] Usman M, Hameed Y, Ahmad M, Igbal MJ,
Maryam A, Mazhar A, et al. SHMT? is associated
with tumor purity, CD8+ T immune cells
infiltration, and a novel therapeutic target in four
different human cancers. Curr Mol Med.
2023;23(2):161-76. [DOI:
10.2174/1566524022666220112142409] [PMID]

[67] Zou F, Rao T, Chen W, Song T, Li T, Hu W, et al.
DUSP2 affects bladder cancer prognosis by down-
regulating MEK/ERK and P38 MAPK signaling
pathways  through PTPN7. Cell Signal.



https://scholar.google.com/scholar?hl=en&as_sdt=0%2C5&q=Zhao+P%2C+Sablina+A.+Multi-omics+approaches+to+elucidate+the+role+of+non-coding+genome+in+cancer.&btnG=
https://doi.org/10.1093/nar/gkz1237
https://doi.org/10.1093/nar/gkz1237
https://pubmed.ncbi.nlm.nih.gov/31956895/
https://doi.org/10.21037/atm.2019.12.114
https://doi.org/10.21037/atm.2019.12.114
https://pubmed.ncbi.nlm.nih.gov/32175401/
https://pmc.ncbi.nlm.nih.gov/articles/PMC7049038/
https://doi.org/10.33696/Signaling.5.120
https://doi.org/10.1186/s12943-017-0674-z
https://doi.org/10.1186/s12943-017-0674-z
https://pubmed.ncbi.nlm.nih.gov/28615056/
https://doi.org/10.3390/cancers11020216
https://doi.org/10.3390/cancers11020216
https://pubmed.ncbi.nlm.nih.gov/30781877/
https://doi.org/10.1007/s12013-024-01287-9
https://pubmed.ncbi.nlm.nih.gov/38750383/
https://doi.org/10.3389/fonc.2021.758653
https://pubmed.ncbi.nlm.nih.gov/34778078/
https://doi.org/10.1261/rna.033217.112
https://pubmed.ncbi.nlm.nih.gov/22718948/
https://doi.org/10.1007/s00109-013-1028-y
https://doi.org/10.1007/s00109-013-1028-y
https://pubmed.ncbi.nlm.nih.gov/23529762/
https://doi.org/10.1002/wrna.1755
https://doi.org/10.1002/wrna.1755
https://pubmed.ncbi.nlm.nih.gov/35978483/
https://doi.org/10.1002/cac2.12254
https://pubmed.ncbi.nlm.nih.gov/35019235/
https://doi.org/10.1093/nar/gky286
https://pubmed.ncbi.nlm.nih.gov/29684207/
https://doi.org/10.3390/cancers12061458
https://pubmed.ncbi.nlm.nih.gov/32503290/
https://pmc.ncbi.nlm.nih.gov/articles/PMC7352683/
https://doi.org/10.1007/s40484-016-0062-5
https://doi.org/10.1007/s40484-016-0062-5
https://doi.org/10.26689/par.v8i5.7043
https://doi.org/10.26689/par.v8i5.7043
https://doi.org/10.1002/path.5405
https://pubmed.ncbi.nlm.nih.gov/32100288/
https://doi.org/10.1007/s13277-016-4909-1
https://pubmed.ncbi.nlm.nih.gov/26883251/
https://www.researchgate.net/profile/Hafiz-Muhammad-Sultan-5/publication/392368240_Characterization_of_bla_NDM_Gene_in_Multidrug-_Resistant_Pathogens/links/683f4707d1054b0207f94b1d/Characterization-of-bla-NDM-Gene-in-Multidrug-Resistant-Pathogens.pdf
https://doi.org/10.1038/cddis.2014.249
https://doi.org/10.1038/cddis.2014.249
https://pubmed.ncbi.nlm.nih.gov/24922071/
https://doi.org/10.2174/1566524022666220112142409
https://doi.org/10.2174/1566524022666220112142409
https://pubmed.ncbi.nlm.nih.gov/35023455/

Sultan HM et al

2023;112:110893. DOL
10.1016/j.cellsig.2023.110893] [PMID]

[68] Vennin C, Dahmani F, Spruyt N, Adriaenssens E.
Role of long non-coding RNA in cells: example of
the H19/IGF2 locus. Adv Biosci Biotechnol.
2013;4(5A):34-44. [DOI: 10.4236/abb.2013.45A004]

[69] Chang S. Developmental role of H19 and IGF2 in
mouse and human [doctoral dissertation].
Philadelphia (PA): University of Pennsylvania;
2021. [LINK

[70] Gabory A, Jammes H, Dandolo L. The H19 locus:
role of an imprinted non-coding RNA in growth
and development. Bioessays. 2010;32(6):473-80.
[DOL: 10.1002/bies.200900170] [PMID]

[71] Peperstraete E, Lecerf C, Collette J, Vennin C,
Raby L, Volkel P, et al. Enhancement of breast
cancer cell aggressiveness by IncRNA H19 and its
miR-675 derivative: insight into shared and
different actions. Cancers (Basel). 2020;12(7):1730.
[DOI: 10.3390/ cancers12071730] [PMID]

[72] Liu C, Chen Z, Fang ], Xu A, Zhang W, Wang Z.
H19-derived miR-675 contributes to bladder
cancer cell proliferation by regulating p53
activation. Tumour Biol. 2016;37(1):263-70. [DOI:
10.1007 /s13277-015-3779-2] [PMID]

[73] Ma Y, Shen N, Wicha MS, Luo M. The roles of the
Let-7 family of microRNAs in the regulation of
cancer  stemness.  Cells.  2021;10(9):2415.
https:/ /doi.org/10.3390/ cells10092415 [PMID]

[74] Fletcher CE, Deng L, Orafidiya F, Yuan W,
Lorentzen MP, Cyran OW, et al. A non-coding
RNA balancing act: miR-346-induced DNA
damage is limited by the long non-coding RNA
NORAD in prostate cancer. Mol Cancer.
2022;21(1):82. [DOI: 10.1186/s12943-022-01540-w]

PMID

[75] Zhang T, Huang H, Liang L, Lu H, Liang D. Long
non-coding RNA (IncRNA) non-coding RNA
activated by DNA damage (NORAD) knockdown
alleviates airway remodeling in asthma via
regulating miR-410-3p/RCC2 and inhibiting

Wnt/ B-catenin pathway. Heliyon.
2024;10(1):e23860. DOL:

10.1016/j.heliyon.2023.e23860] [PMID]

[76] Yang Z, Zhao Y, Lin G, Zhou X, Jiang X, Zhao H.
Noncoding RNA activated by DNA damage
(NORAD): biologic function and mechanisms in
human cancers. Clin Chim Acta. 2019;489:5-9.
[DOI: 10.1016/j.cca.2018.11.025] [PMID]

[77] Soghli N, Yousefi T, Abolghasemi M, Qujeq D.
NORAD, a critical long non-coding RNA in
human cancers. Life Sci. 2021;264:118665. [DOIL:
10.1016/j.1£s.2020.118665] [PMID]

[78] Huang C, Liu J, He L, Wang F, Xiong B, Li Y, et al.
The long noncoding RNA noncoding RNA
activated by DNA damage (NORAD)-microRNA-
496-interleukin-33  axis affects carcinoma-

Archives of Advances
in Biosciences

associated fibroblasts-mediated gastric cancer
development. Bioengineered. 2021;12(2):11738-55.
[DOL: 10.1080/21655979.2021.2009412] [PMID]

[79] Guo B, Wu S, Zhu X, Zhang L, Deng ], Li F, et al.
Micropeptide CIP2A-BP encoded by LINC00665
inhibits triple-negative breast cancer progression.
EMBO J. 2020;39(1):€102190. [DOL:
10.15252/embj.2019102190] [PMID]

[80] Li YR, Zong RQ, Zhang HY, Meng XY, Wu EX.
Mechanism analysis of LINCO00665 and its
peptides CIP2A-BP in hepatocellular carcinoma.
Front Genet. 2022;13:861096. [DOL:
10.3389/fgene.2022.861096] [PMID]

[81] Zhong C, Xie Z, Shen ], Jia Y, Duan S. LINC00665:
an emerging biomarker for cancer diagnostics and
therapeutics.  Cells.  2022;11(9):1540. [DOIL
10.3390/ cells11091540] [PMID]

[82] Itoh M, Bissell MJ]. The organization of tight
junctions in epithelia: implications for mammary
gland biology and breast tumorigenesis. ]
Mammary Gland Biol Neoplasia. 2003;8(4):449-62.
[DOI: 10.1023/B:JOMG.0000017431.45314.07]

[83] Ticli G, Cazzalini O, Stivala LA, Prosperi E.
Revisiting the function of p21CDKN1A in DNA
repair: the influence of protein interactions and
stability. Int ] Mol Sci. 2022;23(13):7058. [DOI:
10.3390/ijms23137058]

[84] Saramiki A, Diermeier S, Kellner R, Laitinen H,
Viisdnen S, Carlberg C. Cyclical chromatin
looping and transcription factor association on the
regulatory regions of the p21 (CDKN1A) gene in
response to 1a,25-dihydroxyvitamin D3. J Biol
Chem. 2009;284(12):8073-82. [DOL:
10.1074/jbc.M808090200]

[85] Sultan HM, Zubair M, Ashraf A. A comprehensive
review on exploring the significance of
mycoviruses. Pak ] Phytopathol. 2024;36(1):249-
60. [DOI: 10.33866 / phytopathol.036.01.1063]

[86] Li T, Meng XL, Yang WQ. Long noncoding RNA
PVT1 acts as a “sponge” to inhibit microRNA-152
in gastric cancer cells. Dig Dis Sci.
2017;62(11):3021-8. [DOI: _10.1007/s10620-017-
4508-z

[87] Zhou Q, Chen F, Zhao J, Li B, Liang Y, Pan W, et
al. Long non-coding RNA PVT1 promotes
osteosarcoma development by acting as a
molecular sponge to regulate miR-195.
Oncotarget. 2016;7(50):82620-33. [DOL:
10.18632/ oncotarget.13012] [PMID] [PMCID]

[88] Ghetti M, Vannini I, Storlazzi CT, Martinelli G,
Simonetti G. Linear and circular PVT1 in
hematological ~malignancies and immune
response: two faces of the same coin. Mol Cancer.
2020;19(1):69. [DOL: 10.1186/512943-020-01187-5]

PMID

[89] Conte F, Fiscon G, Chiara M, Colombo T, Farina L,

Paci P. Role of the long non-coding RNA PVT1 in

AAB, 2025; 16:E48811


https://doi.org/10.1016/j.cellsig.2023.110893
https://doi.org/10.1016/j.cellsig.2023.110893
https://pubmed.ncbi.nlm.nih.gov/37739277/
https://doi.org/10.4236/abb.2013.45A004
https://www.proquest.com/openview/a727fbd44c5f00b7b9f0a9f98396ff9d/1?cbl=18750&diss=y&pq-origsite=gscholar
https://doi.org/10.1002/bies.200900170
https://pubmed.ncbi.nlm.nih.gov/20486133/
https://doi.org/10.3390/cancers12071730
https://pubmed.ncbi.nlm.nih.gov/32610610/
https://doi.org/10.1007/s13277-015-3779-2
https://doi.org/10.1007/s13277-015-3779-2
https://pubmed.ncbi.nlm.nih.gov/26198047/
https://doi.org/10.3390/cells10092415
https://pubmed.ncbi.nlm.nih.gov/34572067/
https://doi.org/10.1186/s12943-022-01540-w
https://pubmed.ncbi.nlm.nih.gov/35317841/
https://doi.org/10.1016/j.heliyon.2023.e23860
https://doi.org/10.1016/j.heliyon.2023.e23860
https://pubmed.ncbi.nlm.nih.gov/38261955/
https://doi.org/10.1016/j.cca.2018.11.025
https://pubmed.ncbi.nlm.nih.gov/30468715/
https://doi.org/10.1016/j.lfs.2020.118665
https://doi.org/10.1016/j.lfs.2020.118665
https://pubmed.ncbi.nlm.nih.gov/33127516/
https://doi.org/10.1080/21655979.2021.2009412
https://pubmed.ncbi.nlm.nih.gov/34895039/
https://doi.org/10.15252/embj.2019102190
https://doi.org/10.15252/embj.2019102190
https://pubmed.ncbi.nlm.nih.gov/31755573/
https://doi.org/10.3389/fgene.2022.861096
https://doi.org/10.3389/fgene.2022.861096
https://pubmed.ncbi.nlm.nih.gov/35350239/
https://doi.org/10.3390/cells11091540
https://doi.org/10.3390/cells11091540
https://pubmed.ncbi.nlm.nih.gov/35563845/
https://doi.org/10.1023/B:JOMG.0000017431.45314.07
https://doi.org/10.3390/ijms23137058
https://doi.org/10.3390/ijms23137058
https://doi.org/10.1074/jbc.M808090200
https://doi.org/10.1074/jbc.M808090200
https://doi.org/10.33866/phytopathol.036.01.1063
https://doi.org/10.1007/s10620-017-4508-z
https://doi.org/10.1007/s10620-017-4508-z
https://doi.org/10.18632/oncotarget.13012
https://doi.org/10.18632/oncotarget.13012
https://pubmed.ncbi.nlm.nih.gov/27813492/
https://pmc.ncbi.nlm.nih.gov/articles/PMC5347719/
https://doi.org/10.1186/s12943-020-01187-5
https://pubmed.ncbi.nlm.nih.gov/32228602/

Regulatory Role of IncRNAs in Breast Cancer

the dysregulation of the ceRNA-ceRNA network
in human breast cancer. PLoS One.
2017;12(2):e0171661. [DOI
10.1371 /journal.pone.0171661] [PMID]

[90] Abubakar M, Rehman B. Roles of mutant TP53
gene in cancer development and progression.
Proceedings of Anticancer Research.
2024;8(5):165-81. [DOL: 10.26689/ par.v8i5.7826]

[91] Ju JK, Han WN, Shi CL. Long non-coding RNA
(IncRNA) plasmacytoma variant translocation 1
gene (PVT1) modulates the proliferation and
apoptosis of acute lymphoblastic leukemia cells
by sponging miR-486-5p. Bioengineered.
2022;13(2):4587-97. [LINK

[92] Guan Y, Kuo WL, Stilwell JL, Takano H, Lapuk
AV, Fridlyand ], et al. Amplification of PVT1
contributes to the pathophysiology of ovarian and
breast cancer. Clin Cancer Res. 2007;13(19):5745-
55. [DOIL __ 10.1158/1078-0432.CCR-06-2882]
PMID

[93] Cho SW, Xu ], Sun R, Mumbach MR, Carter AC,
Chen YG, et al. Promoter of IncRNA gene PVT1 is
a tumor-suppressor DNA boundary element. Cell.
2018;173(6):1398-1412.e22. [DOIL:
10.1016/j.cell.2018.03.068] [PMID]

[94] Vizkeleti L, Spisdk S. Rewired metabolism caused
by the oncogenic deregulation of MYC as an
attractive therapeutic target in cancers. Cells.
2023;12(13):1745. [DOIL:__10.3390/ cells12131745]

PMID

[95] Meyer KB, Maia AT, O'Reilly M, Ghoussaini M,
Prathalingam R, Porter-Gill P, et al. A functional
variant at a prostate cancer predisposition locus at
8q24 is associated with PVT1 expression. PLoS
Genet. 2011;7(7):€1002165. [DOL
10.1371/journal.pgen.1002165] [PMID]

[96] Testaye E, Martinez-Terroba E, Bendor J, Winkler
L, Olivero C, Chen K, et al. The p53 transcriptional
response across tumor types reveals core and
senescence-specific signatures modulated by long
noncoding RNAs. Proc Natl Acad Sci U S A.
2021;118(31):e2025539118. [DOL
10.1073 /pnas.2025539118]

[97] Meek DW. Regulation of the p53 response and its
relationship to cancer. Biochem J. 2015;469(3):325-
46. [DOI: 10.1042/BJ20150517]

[98] Barsotti AM, Beckerman R, Laptenko O, Huppi K,
Caplen NJ, Prives C. p53-dependent induction of
PVI1 and miR-1204. J Biol Chem.
2012;287(4):2509-19. [DOL:
10.1074/jbc.M111.322875]

[99] Ferrer J, Dimitrova N. Transcription regulation by
long non-coding RNAs: mechanisms and disease
relevance. Nat Rev Mol Cell Biol. 2024;25(5):396-
415. [DOL: 10.1038 / s41580-023-00694-9]

[100] Jin K, Wang S, Zhang Y, Xia M, Mo Y, Li X, et al.
Long non-coding RNA PVT1 interacts with MYC

AAB, 2025; 16:E48811

Archives of Advances
in Biosciences

and its downstream molecules to synergistically
promote tumorigenesis. Cell Mol Life Sci.
2019;76(21):4275-89. [DOIL: 10.1007/s00018-019-
03222-1] [PMID

[101] Parolia A, Ciedlik M, Chinnaiyan AM.
Competing for enhancers: PVT1 fine-tunes MYC
expression. Cell Res. 2018;28(8):785-6. [DOI:
10.1038/541422-018-0064-0] [PMID]

[102] Olivero CE, Martinez-Terroba E, Zimmer ], Liao
C, Tesfaye E, Hooshdaran N, et al. p53 activates
the long noncoding RNA Pvt1b to inhibit Myc and
suppress tumorigenesis. Mol Cell. 2020;77(4):761-
74.e8. [DOI: 10.1016/j.molcel.2019.12.014] [PMID]

[103] Wang KC, Chang HY. Molecular mechanisms of
long noncoding RNAs. Mol Cell. 2011;43(6):904-
14. [DOL: 10.1016/j.molcel.2011.08.018] [PMID]

[104] Fuschi P, Carrara M, Voellenkle C, Garcia-
Manteiga JM, Righini P, Maimone B, et al. Central
role of the p53 pathway in the noncoding-RNA
response to oxidative stress. Aging (Albany NY).
2017;9(12):2559-86. [DOI: 10.18632/aging.101341]

PMID

[105] Zhang A, Xu M, Mo YY. Role of the IncRNA-p53
regulatory network in cancer. ] Mol Cell Biol.
2014;6(3):181-91. [DOIL:__10.1093/jmcb/mju013]

PMID



https://doi.org/10.1371/journal.pone.0171661
https://doi.org/10.1371/journal.pone.0171661
https://pubmed.ncbi.nlm.nih.gov/28187158/
https://doi.org/10.26689/par.v8i5.7826
https://www.tandfonline.com/doi/full/10.1080/21655979.2022.2031405
https://doi.org/10.1158/1078-0432.CCR-06-2882
https://pubmed.ncbi.nlm.nih.gov/17908964/
https://doi.org/10.1016/j.cell.2018.03.068
https://doi.org/10.1016/j.cell.2018.03.068
https://pubmed.ncbi.nlm.nih.gov/29731168/
https://doi.org/10.3390/cells12131745
https://pubmed.ncbi.nlm.nih.gov/37443779/
https://doi.org/10.1371/journal.pgen.1002165
https://doi.org/10.1371/journal.pgen.1002165
https://pubmed.ncbi.nlm.nih.gov/21814516/
https://doi.org/10.1073/pnas.2025539118
https://doi.org/10.1073/pnas.2025539118
https://doi.org/10.1042/BJ20150517
https://doi.org/10.1074/jbc.M111.322875
https://doi.org/10.1074/jbc.M111.322875
https://doi.org/10.1038/s41580-023-00694-9
https://doi.org/10.1007/s00018-019-03222-1
https://doi.org/10.1007/s00018-019-03222-1
https://pubmed.ncbi.nlm.nih.gov/31309249/
https://doi.org/10.1038/s41422-018-0064-0
https://doi.org/10.1038/s41422-018-0064-0
https://pubmed.ncbi.nlm.nih.gov/29980733/
https://doi.org/10.1016/j.molcel.2019.12.014
https://pubmed.ncbi.nlm.nih.gov/31973890/
https://doi.org/10.1016/j.molcel.2011.08.018
https://pubmed.ncbi.nlm.nih.gov/21925379/
https://doi.org/10.18632/aging.101341
https://pubmed.ncbi.nlm.nih.gov/29242407/
https://doi.org/10.1093/jmcb/mju013
https://pubmed.ncbi.nlm.nih.gov/24721780/

